REPLACEMENT SHEET 



FIG. 1A 



11 20 29 38 47 56 

5 ' GAG ACT CAC GGT CAA GCT AAG GCG AAG AGT GGG TGG CTG AAG CCA TAC TAT TTT 



65 74 83 92 101 110 

ATA GAA TTA ATG GAA AGC AGA AAA GAC ATC ACA AAC CAA GAA GAA CTT TGG AAA 



MESR KDITNQ EELWK 

119 128 137 146 155 164 

ATG AAG CCT AGG AGA AAT TTA GAA GAA GAC GAT TAT TTG CAT AAG GAC ACG GGA 



M K P R R N L E E P. D Y L H K D T G 

173 182 191 200 209 218 

GAG ACC AGC ATG CTA AAA AGA CCT GTG CTT TTG CAT TTG CAC CAA ACA GCC CAT 



E T S M L K R P V L L H L H Q T A H 

227 236 245 254 263 272 

GCT GAT GAA TTT GAC TGC CCT TCA GAA CTT CAG CAC ACA CAG GAA CTC TTT CCA 



A D E F D C P S : E L 0 H T Q E L P P 

281 290 299 308 317 326 

CAG TGG CAC TTG CCA ATT AAA ATA GCT GCT ATT ATA GCA TCT CTG ACT TTT CTT 



G H H ^ 2—1 S_I h h I I A s !■ t p Tm 

335 344 353 362 371 380 

TAC ACT CTT CTG AGG GAA GTA ATT CAC CCT TTA GCA ACT TCC CAT CAA CAA TAT 



2 S h li R E V I H P L A T S H Q Q Y 

389 398 407 416 425 434 

TTT TAT AAA ATT CCA ATC CTG GTC ATC AAC AAA GTC TTG CCA ATG GTT TCC ATC 



F Y K I P I L V I N K V I* P MVS T 

443 452 461 470 479 488 

ACT CTC TTG GCA TTG GTT TAC CTG CCA GGT GTG ATA GCA GCA ATT GTC CAA CTT 



2 k_ h A h JL X J& E_g V T A A I V Q L 

497 506 515 524 533 542 

CAT AAT GGA ACC AAG TAT AAG AAG TTT CCA CAT TGG TTG GAT AAG TGG ATG TTA 



HN G T KY K K F P H W L D KW M h 

551 560 569 578 587 596 

ACA AGA AAG CAG TTT GGG CTT CTC AGT TTC TTT TTT GCT GTA CTG CAT GCA ATT 



T R K Q _E 9 h L S F F F A V L H A T 



605 614 623 632 641 650 

TAT AGT CTG TCT TAC CCA ATG AGG CGA TCC TAC AGA TAC AAG TTG CTA AAC TGG 



2 — h g Y P M RRSYRYK LLNW 
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659 668 677 666 695 704 

GCA TAT CAA CAG GTC CAA CAA AAT AAA GAA GAT GCC TGG ATT GAG CAT GAT GTT 

A Y Q Q V Q Q N K E D A W I E H D V 

713 . 722 731 740 749 758 

TGG AGA ATG GAG ATT TAT GTG TCT CTG GGA ATT GTG GGA TTG GCA ATA CTG GCT 

W R M E I X X S h Q I V Q t A l" T T 

767 776 785 794 803 812 

CTG TTG GCT GTG ACA TCT ATT CCA TCT GTG AGT GAC TCT TTG ACA TGG AGA GAA 

h h h Y T 8 I P S V s D S L T W R E 

821 €30 839 848 857 866 

TTT CAC TAT ATT CAG AGC AAG CTA GGA ATT GTT TCC CTT CTA CTG GGC ACA ATA 

F H Y I sl — s K h Q—2 v s l h a r r 

875 884 893 902 911 920 

CAC GCA TTG ATT TTT GCC TGG AAT AAG TGG ATA GAT ATA AAA CAA TTT GTA TGG 

B A h 1 E A H H K W I D I K Q F V W 

929 938 947 956 965 974 

TAT ACA CCT CCA ACT TTT ATG ATA GCT GTT TTC CTT CCA ATT GTT GTC CTG ATA 

Y T p P T F M 1 & 2L E L P I v. v i, t 

983 992 - 1001 1010 1019. 1028 

TTT AAA AGC ATA CTA TTC CTG CCA TGC TTG AGG AAG AAG ATA CTG AAG ATT AGA 

£ K S 1 h E k. P C L R K K I L K I R 

1037 1046 1055 1064 1073 1082 

CAT GGT TGG GAA GAC GTC ACC AAA ATT AAC AAA ACT GAG ATA TGT TCC CAG TTG 

HG W E DV T K I N KT E I C S Q L 

10*91 1100 1109 1118 1127 1136 

TAG AAT TAC TGT TTA CAC ACA TTT TTG TTC AAT ATT GAT ATA TTT TAT CAC CAA 

* N Y C h H T F L F N I D I F Y H Q 

1145 1154 1163 1172 1181 1190 

CAT TTC AAG TTT GTA TTT GTT AAT AAA ATG ATT ATT CAA GGA AAA AAA AAA AAA 

HFKFV FVNK MIIQGKKKK 

AAA AA 3' SEQIDNOil 
K SEQ ID NO:2 
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FIG.1C 

GGC GGA GGC GGA GGC GGA GGG CGA GGG GCG GGG AGC GCC GCC TGG AGC GCG 
GCA GGT CAT ATT GAA CAT TCC AGA TAC CTA TCA TTA CTC GAT GCT GTT GAT 

AAC AGC AAG 3' SEQ ID N0:3 
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Panels: 
A 

1 . Brain 

2. Prostate 

3. LAPC-4 AD 

4. LAPCM AI 

5. LAPC-9 AD 

6. HeLa 

7. Murine cDNA 

8. Neg. control 



B 

1. Brain 

2. Heart 

3. Kidney 

4. Liver 

5. Lung 

6. Pancreas 

7. Placenta 

8. Skeletal Muscle 



c 

1. Colon 

2. Ovary 

3. Leukocytes 

4. Prostate 

5. Small Intestine 

6. Spleen 

7. Testis 

8. Thymus 
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FIG. 4 

GGGGCCCGCACCTCTGGGCAGCAGCGGCAGCCGAGACTCAC^ 
ATACTATTTTATAGAATTA£1£GAAAGCAGAAAAGACATCACAM 

AGAAATTTAGAAGAAGACGATTATTTGCATAAGGACACGGGAGAGACCAGCATGCTAAAAAGACCTGTGCTTTTGC 

ATTTGCACCAAACAGCCCATGCTGATGAATTTGACTGCCCTTCAGAACTTCAGCACACACAGGAACTCTTTCCACA 

GTGGCACTTGCCAATTAAAATAGCTGCTATTATAGCATCTCTGACTTTTCTTTACACTCTTCTGAGGGAAGTAATT 

CACCCCTTAGCAACTTCCCATCAACAATATTTTTATAA^TTCCAATCCTGGTCATCAACAAAGTCTTGCCAATGG 

TTTCCATCACTCTCTTGGCATTGGTTTACCTGCCAGGTGTGATAGCAGCAATTGTCCAACTTCATAATGGAACCAA 

GTATAAG^GTTTCCACATTGGTTGGATAAGTGGATGTTAACAAGAAAGCAGTTTGGGCTTCTCAGTTTCTTTTTT 

GCTGTACTGCATGCAATTTATAGTCTGTCTTACCCAATGAGGCGATCCTACAGATACAAGTTGCTAAACTGGGCAT 

ATCAACAGGTCCAACAAAATAAAGAAGATGCCTGGATTGAGCATGATGTTTGGAGAATGGAGATTTATGTGTCTCT 

GGG7LATTGTGGGATTGGCAATACTGGCTCTGTTGGCTGTGACATCTATTCCATCTGTGAGTGACTCTTTGACATGG 

AGAGAATTTCACTATATTC^SSIMMAATATATAAAATAACCCTAAGAGGTAAATC^ 

ATAGAATATGTTGACITTACCCCATAAAAAATAACAAATGTTT^ 

AATAATGTGCTCTCCTGTTGTTTTCCCTATTGCTTCT 

TAAAATATTCTTTGTTTTTTTTTTTTTGTTTGTTTGTTTTTTGTTTC 

CTCTGTTGCCCATGCTGGAGTAC^GTGGCACGATCTCGGCTCACTGCAACCTGCGCCTCCTGGGT^ 

tcttgcctcagcctcctgagtagctgggattacaggcacccatca^ 
gagacagggttttcccatgttggccaggctggtctcgatctcctgacctcaaatgatcto 
aaagtgctgggatgacagttgtgagccaccacactcagcctgctctttct 
gctacccatctaatgtgatattttaggaatccaa™^ 

TGTCACCTGAATTTAGTAATGCCTTTTATGTT^ 

TAATAGAGTTTTTATCTACCAAAGATATGCTAGTGTCT 

ACTTACTCACTTGAAGTTTCTAAATATTCTTGTAATTTT^ 

GGTAGATTATCCATAAGAAGAGTGATGTGCCAGAATC^CT^ 

TTTAATTCAGTCATGAACACTGCCAATTACCGTTTATGGGTAGACATC 

CGCAACTATCCCTTCTACATGTCCACACGTATACTCCAACACTTTATTAGGCATCTGATTAGTTTGGAAAG 
CTCCATCTGAATTAGTCCAGTGTGGCTTAGAGTTGGTACAACATTCTC^ 

CCTGATAACCACTGGAGTTCTTTGGTCCTCATTAAATAGCTTTCTTCACACATTGCTCTGCCTGTTACACATATGA 
TGAACACTGCTTTTTAGACTTCATTAGGAATTTAGGACTGCATCTTGACAACTGAGCCTATTCTACTATATGTACA 
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ATACCTAGCCCATAATAGGTATACAATACACATTTC 
AGTAACCTAGAAATGTtTCACTTAAAATCTGAGAAC^ 

ACGCA/VACTTAGCTATTTGATTGTATTCACTGGGACTTAAGAATGCGCCTGAATAATTGTGAGTTCGATTTGTTCT 
GGCAGGCTAATGACCATTTCCAGTAAAGTGAATAGAGGTCAGAAGTCGTATAAAAGAGGTGTTGTCAGAACACCGT 
TGAGATTACATAGGTGAACAACTATTTTTAAGCAACTTTATTTC 

ATGTTTCATCACATCTCTGGATCTCTCTATTTTGTGCAGACATTGAAAAAATTGTTCATATTATTT 
AGAATATTTGATTTTTTAAAAACATAGGCCAAGTTCATTCACTTCATTATTCATTTATCAAAATCAGAGTGAA 
CATTAGTCGCCTTCACAACTGATAAAGATCACTGAAGTCAAA 
TTAATTGAGAATCTAAAATGTACAAATCATTGTGTTGATTCTC 

GATTTTAGGTATCCTGTG AAAAG CAG AATTAAGACAAATACACAAGAGACAAAGCACAAAAAATT^AATATCATAAG 

GGGATGAACAAAATGGTGGAGAAAGAGTAGACAAAGTTTTTGATCACCTGCCT 

TTCACTTAGACAGCTTGGAGACAAGAAATTACCO^ 

TGAATGGACATTGTTGAGAAATGTGATAGGAAAACAATCATAGAT^ 

ATGAGGTAGGATGGGAT7UIACTCTTATTGAACCAATCTTCACCAATTTTGTTT TTOT 

ATTGTTTCCCTTCTACTGGGCACAATACACGCATTGATTTTTGCCTGGAATAAGTGGATAGATATAAAACAATTTG 
TATGGTATACACCTCCAACTTTTATGATAGCTGTTTTCCTTCCAATTGTTGTCCTGATATTTAAAAGCATACTATT 
CCTGCCATGCTTGAGGAAGAAGATACTGAAGATTAGACATGGTTGGGAAGACGTCACCAAAATTAACAAAACTGAG 
ATATGTTCCCAGTTG2MAATTACTGTTTACACACATTTTTGTTCAATATTGATATATTTTATCAC 
AGTTTGTATTTGTTAATAAAATGATTATTCAAGGAAAAAAAAAAAAAAAAAAAAA SEQ ID N0:6 
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FIG.5 
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FIG. 6 
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FIG. 7 
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F/G. 9 

10 19 28 37 46 55 

5' GAC TTT TAC AAA ATT CCT ATA GAG ATT GTG AAT AAA ACC TTA CCT ATA GTT GCC 



Asp Phe Tyr Lys He Pro He Glu He Val Asn Lys Thr Leu Pro He Val Ala 
64 73 82 91 100 109 

ATT ACT TTG CTC TCC CTA GTA TAC CTC GCA GGT CTT CTG GCA GCT GCT TAT CAA 



He Thr Leu Leu Ser Leu Val Tyr Leu Ala Gly Leu Leu Ala Ala Ala Tyr Gin 
118 127 136 145 154 163 

CTT TAT TAC GGC ACC AAG TAT AGG AGA TTT CCA CCT TGG TTG GAA ACC TGG TTA 



Leu Tyr Tyr Gly Thr Lys Tyr Arg Arg Phe Pro Pro Trp Leu Glu Thr Trp Leu 
172 181 190 199 208 217 

CAG TGT AGA AAA CAG CTT GGA TTA CTA AGT TTT TTC TTC GCT ATG GTC CAT GTT 



Gin Cys Arg Lys Gin Leu Gly Leu Leu Ser Phe Phe Phe Ala Met Val His Val 
226 235 244 253 262 271 

GCC TAC AGC CTC TGC TTA CCG ATG AGA AGG TCA GAG AGA TAT TTG TTT CTC AAC 



Ala Tyr Ser Leu Cys Leu Pro Met Arg Arg Ser Glu Arg Tyr Leu Phe Leu Asn 
280 289 298 307 316 325 

ATG GCT TAT CAG CAG GTT CAT GCA AAT ATT GAA AAC TCT TGG AAT GAG GAA GAA 



Met Ala Tyr Gin Gin Val His Ala Asn lie Glu Asn Ser Trp Asn Glu Glu Glu 
334 343 352 361 370 379 

GTT TGG AGA ATT GAA ATG TAT ATC TCC TTT GGC ATA ATG AGC CTT GGC TTA CTT 



Val Trp Arg lie Glu Met Tyr He Ser Phe Gly He Met Ser Leu Gly Leu Leu 
388 397 406 415 424 433 

TCC CTC CTG GCA GTC ACT TCT ATC CCT TCA GTG AGC AAT GCT TTA AAC TGG AGA 



Ser Leu Leu Ala Val Thr Ser He Pro Ser Val Ser Asn Ala Leu Asn Trp Arg 
442 451 460 469 478 487 

GAA TTC AGT TTT ATT CAG TCT ACA CTT GGA TAT GTC GCT CTG CTC ATA AGT ACT 



Glu Phe Ser Phe He Gin Ser Thr Leu Gly Tyr Val Ala Leu Leu lie Ser Thr 

496 505 514 

TTC CAT GTT TTA ATT TAT GGA TGG AAA CGA GCT 3' SEQ1DN0:7 



Phe His Val Leu He Tyr Gly Trp Lys Arg Ala 
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STEAP-2, AA508880 <NCI_CGAP Pr6) SEQIDNO:9 M + mM 
qqtcqacttttcctttattcctttgtcagagatctgattcatccatatgctagaaaccaacagagtgacttttaca 

aaattcctatagagattgtgaataaaaccttacctacagttgccattactttgctctccctagtataccttgcagg 

tcttctggcagctgcttatcaactttattacggcaccaagtataggagatttccaccttggttggaaacctggtta 

cagtgtagaaaacagcttggattactaagttgtttcttcgctatggtccatgttgcctacagcctctgcttaccga 

tgagaaggtcagagagat 

STEAP-2. 9BP4B6 SSH fragment SEQIDNO.IO „^ 

TTTGCAGCTTTGCAGATACCCAGACTGAGCTGGAACTGGAATTTGTCTTC 

GCTGCCCATTACATTCCTCAGCTGTCCTTGCAGTTAGGTGTACATGTGA 

TCCTCAAAGGAAGGCAGCATGTGTCCTTTTT 

AI139607 (testis EST) SEQIDNO:ll . v _ 

aagaaggagaatccatttagcacctcctcagcctggctcagtgattcatatgtggctttgggaatacttgggtttt 

ttctgtttgtactcttgggaatcacttctttgccatctgttagcaatgcagtcaactggagagagttccgatttgt 

ccagtccaaactgggttatttgaccctgatcttgtgtacagcccacaccctggtgtacggtgggaagagattcctc 

agcccttcaaatctcagatggtatcttcctgcagcctacgtgttagggcttatcattccttgcactgtgctggtga 

Lcaagtttgtcctaatcatgccatgtgtagacaacacccttacaaggatccgccagggctgggaaaggaactcaaa 

acactagaaaaagcattgaatggaaaatcaatatttaaaacaaagttcaatttagctggaaaaaaaaa 

R00991 (placental EST) SEQIDNO:12 fc fc 

qgccgcggcanccgctacgacctggtcaacctggcagtcaagcaggtcttggccanacaagagccacctctgggtg 

aaggaggaggtctggcggatggagatctacctctccctgggagtgctggccctcggcacgttgtccctgctggccg 

tgacctcactgccgtccattgcaaactcgctcaactggagggagttcagcttcgttcagtcctcactgggctttgt 

ggccntcgtgctgagcacactncacacgctcacctacggctggacccgcgccttcgaggagagccgctacaagttc 

tacctncctcccaccttcacgntcacgctgctggtgccctgcgttcgttcatcctgggccaaagccctgtttntac 

tgccttgcattcagccgnaga 
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FIG. 11A 



STEAP-1 106 FYKIPILVINKVLPMVSITLIJVLVYLPG^ 

STEAP-2 2 FYKIPIEIWKTLPIVAITLLSLWLAGLLAAAyOLVYGTKYRRFPPWLETWLQOTKQLO 

****** ** ** * **** **** * ** ** **** ** #* * *** * 

STEAP-1 166 LLS FFFAVLHAI YSLS YPMRRS YRYKLLNWAYQQVQQNKEDAW I EHDVWRMEI YVSLGI V 

STEAP-2 62 LLS FFFAMVHVAYSLCLPMRRSERYLFIJJMAYQQVHANI ENSWNEEEVWRI EMYI S FGIN 

******* * *** ***** ** ** ***** * * * * *** ***** 

STEAP- 1 226 GLAILALLAVTSIPSVSDSLTWREFHYIQSKLGIVSLLLGTIHALIFAWNK PORTION OF SEQ ID NO:2 

STEAP-2 122 SLGLLSI^VTSIPSVSNAI^JWREFSFIQSTLGYVALLISTFHVLIYGWKR PORTION OF SEQ ID NO: 8 

* * *********** * **** *** ** * ** * * ** * 
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FIG. 17 




